ADPGPPase Subunit 


Forward primer 


Reverse primer 


Restriction 
endonuclease 


Large (LSI) 


GTTCATTTGGGGA 
GAGTGAGCAC 
(Seq.ID No. 1) 


GGGCAGCAGAAT 
TGTACTGTGTC 
(Seq. ID No. 2) 


Hinfl 


Large (LS2) 


CTATTGGTGGTTG 
TTACCGGGT 
(Seq.ID No. 3) 


CACTGTTCCAATA 
TCCTCCCAG 
(Seq.ID No. 4) 


Hinf I 


Large (LS3) 


GCATATTGCTCGT 
GCGTACAAC 
(Seq.ID No- 5) 


CTTTTCGCTGAAG 
GACATGACC 
(Seq. ID No. 6) 




Small 


TTTCGTCTTCTCA 
TCTCGCCGGA 
(Seq.ID No. 7) 


GGCGATTTAGAG 
AGGCAGAGTTG 
(Seq. ID No. 8) 


Rsal 
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Table 6 is the nucleotide sequence of ADPGPPase LSI (ADPGlucose 
pyrophosphorylase, large subunit 1) from L.hirsutimi (Seq. ID No. 9). Table 7 is the derived 
amino acid sequence for ADPGPPase LSI (ADPGlucose pyrophosphorylase, large subunit I) 
from L. hirsutum (Seq. ID No. 10). 
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Table 6: Nucleotide sequence of ADPGPPase LSI (ADPGlucose 

pyrophoSphorylase, large subunit 1) from L, hirsutum (Seq. ID No. 9). 

1 ATG AAATCGA CGGTTCATTT GGGGAGAGTG AGCACTGGTG GCTTT AACAA 
5 1 TGGAGAGAAG GAGATTTTTG GGGAGAAGAT GAGAGGGAGT TTGAACAACA 
1 0 1 ATCTC AGG AT TAATC AGTTG TOG AAAAGTT TG AAACTTGA GAAG AAGGAG 
1 5 1 AAGAAGATTA AACCTGGGGT TGCTTACTCT GTGATC ACTA CTGAAAATGA 
201 CACAGAGACT GTGTTCGTAG ATATGCCACG TCTTGAGAGA CGCCGGGCAA 
25 1 ATCCC AAGGA TGTGGCTGCA GTCATATTAG GAGGAGGCGA AGGGACCAAG 
301 TTATTCCCAC TTACAAGTAG AACTGCAACC CCTGCTGTTC CGGTTGGAGG 
35 1 ATGCTACAGG CTCATAGACA TCCCGATGAG CAACTGTATC AACAGTGCTA 
401 TTAACAAGAT TTTTGTGCTG ACACAGTACA ATTCTGCTGC CCTGAATCGT 
45 1 CACATTGCTC GAACGTATTT TGGCAATGGT GTGAGCTTTG GAGATGGATT 
50 1 TGTCGAGGTA CTAGCTGC AA CTCAGACACC TGGGGAAGCA GGAAAAAAAT 
551 GGTTTCAAGG AACAGCAGAT GCTGTCAGAA AATTTATATG GGTTTTTGAG 
% 601 GACGCTAAGA ACAAGAATAT TGAAAATATC CTTGTATTAT CTGGGGATCA 
^ 65 1 TCTTTATAGG ATGG ATTATA TGGAGTTGGT GCAGAACC AT ATTGAC AGAA 
=f 701 ATGCTGATAT TACTCTTTCA TGTGCACCAG CTGAGGACAG CCGAGCATCA 
f 75 1 GATTTTGGGC TGGTCAAGAT TGACAGCAGA GGCAGAGTTG TCCAGTTTGC 
y 801 TGAAAAACCA AAAGGTTTTG AGCTTAAAGC AATGCAAGTA GATACTACTC 
85 1 TTGTTGGATT ATCTCCACAA GATGCGAAGA AATCCCCTTA TATTGCTTCA 
' 90 1 ATGGGAGTTT ATGTTTTC AA GACAGATGT A TTGCTG AAGC TCTTGAAATG 
□ 95 1 GAGCTACCCC ACTTCTAATG ATTTTGGCTC TGAAATTATA CCAGCAGCTA 
lU 1001 TTGATGATTA CAATGTCCAA GCATACATTT TCAAAGACTA TTGGGAGGAC 
[U 1051 ATTGGAACAA TTAAATCTTT CTATAATGCT AGCTTGGCGC TCACACAAGA 
m 1 101 GTTTCCAGAG TTCCAATTTT ATGATCCAAA AACACCTTTT TAG AC ATCTC 
H 1 151 CTAGGTTCCT TCCACCAACC AAGATAGACA ATTGCAAGAT TAAGGATGCC 
^"1201 ATAATTTCTC ATGGATGTTT CTTGCGAGAT TGCTCTGTGG AACACTCCAT 
1251 AGTGGGTGAA AGATCACGCT TAGACTGTGG TGTTGAACTG AAGGATACTT 
1301 TCATGATGGG AGCAGACTAC TACCAAACAG AATCTGAGAT TGCCTCCCTG 
1351 TTAGCAGAGG GGAAAGTACC GATTGGGATT GGGGAAAATA 
CAAAAATAAG 

1401 GAAATGTATC ATTGACAAGA ACGCAAAGAT AGGAAAAAAT GTTTCAATCA 
1451 TTAATAAAGA TGGTGTTCAA GAGGCAGACC GACCAGAGGA AGGATTCTAC 
1501 ATACGATCAG GGATAACCAT TATATCAGAG AAAGCCACAA TTAGAGATGG 
1551 AACAGTTATA TGA 

Table 7: Derived amino acid sequence for ADPGPPase LSI from Z. hirsutum (Seq. ID No. 10). 

MKSTVHLGRVSTGGFNNGEKEIFGEKMRGSLNNNLRINQL 

SKSLKLEKXEKKIKPGVAYSVITTENDTETVFVDMPRLERRRAN 

PKDVAAVILGGGEGTKLFPLTSRTATPAVPVGGCYRLIDIPMSNC 

INSAINKIFVLTQYNSAALNRHIARTYFGNGVSFGDGFVEVLAAT 

QTPGEAGKKWFQGTADAVRKFIWVFEDAKNKNIENILVLSGDHL 

YRMDYMELVQNHIDRNADITLSCAPAEDSRASDFGLVKIDSRGR 

VVQFAEKPKGFELKAMQVDTTLVGLSPQDAKKSPYIASMGVYV 

FKTDVLLKLLKWSYPTSNDFGSEIIPAAIDDYNVQAYIFKDYWED 

IGTIKSFYNASLALTQEFPEFQFYDPKTPFYTSPRFLPPTKIDNCKJ 

KDAIISHGCFLRDCSVEHSIVGERSRLDCGVELKDTFMMGADYY 

QTESEIASLLAEGKVPIGIGENTKIRKCIIDKNAKIGKNVSIINKDG 



-3- 



